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SEQUENCE LISTING 

<110> HiSlman, Jennifer L. 
GolV / Surya K . 

<12 0> A NOVEL PROSTATE- ASSOCIATED KALLIKREIN 

<130> PF-Ol^S-l DIV 

<140> 09/170V 980 
<141> 1998-151-13 



<150> 08/790, 137 
<151> 1997-01-^9 

<160> 4 

<17 0> PERL Progr\ 

<210> 1 
<211> 253 
<212> PRT 

<213> Homo sapiens 

<220> - 
<221> unsure 
<222> 54, 55 
<223> unknown, or othei 

<220> 

<221> misc_f eature 
<223> SEQ ID N0:1 

<400> 1 

Met Trp Phe Leu Val Leu Cy^ Leu Ala Leu Ser Leu Gly Gly Thr 

1 . 5 \ 10 15 

Gly Ala Ala Pro Pro lie GlnXSer Arg lie Val Gly Gly Trp Glu 

20 \ 25 30 

Cys Glu Gin His Ser Gin Pro Vrp Gin Ala Ala Leu Tyr Gin Lys 

35 \ 40 45 

Thr Arg Leu Leu Cys Gly Ala Tnr Xaa Xaa Ala Pro Arg Trp Phe 

50 \ 55 60 

Leu Thr Ala Ala His Cys Leu Lyte Pro Arg Tyr lie Val His Leu 

65 \ 70 75 

Gly Gin His Asn Leu Gin Lys GIuXgIu Gly Cys Glu Gin Thr Arg 

80 \ 85 90 

Thr Ala Thr Glu Ser Phe Pro His ^o Gly Phe Asn Asn Ser Leu 

95 \ 100 105 

Pro Asn Lys Asp His Arg Asn Asp I1\b Met Leu Val Lys Met Ala 

110 \ 115 120 

Ser Pro Val Ser lie Thr Trp Ala ValyArg Pro Leu Thr Leu Ser 

125 V30 135 

Ser Arg Cys Val Thr Ala Gly Thr Ser Qys Leu lie Ser Gly Trp 

140 1^5 150 

Gly Ser Thr Ser Ser Pro Gin Leu Arg Pro His Thr Leu Arg 

155 16a 165 
Cys Ala Asn lie Thr lie lie Glu His GlnXLys Cys Glu Asn Ala 

170 175\ 180 

Tyr Pro Gly Asn lie Thr Asp Thr Met Val Cys Ala Ser Val Gin 

185 190 \ 195 

Glu Gly Gly Lys Asp Ser Cys Gin Gly Asp Ser Gly Gly Pro Leu 

200 205 \ 210 

Val Cys Asn Gin Ser Leu Gin Gly lie lie SeV Trp Gly Gin Asp 

215 220 \ 225 

Pro Cys Ala lie Thr Arg Lys Pro Gly Val Tyr\ Thr Lys Val Cys 

230 235 \ 240 
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Lys Tyr Val Asp 

2^ 



lie Gin Glu Thr Met Lys Asn Asn 
250 



<210> 2 
<211> 833 
<212> DNA 
<213> Homo sapiens 

<220> - 

<221> misc_f eature 
<223> SEQ ID NO: 2 



<400> 2 

gctggcccct 

tgggggggac 

agcagcattc 

cgacgntcat 

tagttcacct 

ccactgagtc 

atgacatcat 

tcaccctctc 

gcacgtccag 

ttgagcacca 

ccagcgtgca 

gtaaccagtc 

agcctggtgt 

acaattagac 



ggacacctct 
tggtgctgcg 
ccagccctgg 
ngcccccaga 
ggggcagcac 
cttcccccac 
gctggtgaag 
ctcacgctgt 
cccccagtta 
gaagtgtgag 
ggaagggggc 
tcttcaaggc 
ctacacgaaa 
tggacntcac 



<210> 3 
<211> 262 
<212> PRT 

<213> Homo sapiens 

<220> - 
<222> GenBank 
<223> gl86653 



itcaccatgt 
cccccgattc 
caggcggctc 
tgyttcctga 
ctccaga 
cccygcttca 
atgacatcgc 
gtc^tgctg 
cgcctgcctc 
aacgactacc 
aaggactcct 
attatJ[tcct 
gtctgcLaaat 
ctccgaWncc 



ggfctcctggt 
agtcccggat 
tgtaccagaa 
cagcagccca 
aggaggaggg 
acaacagcct 
cagtctccat 
gcaccagctg 
acaccttgcg 
ccggcaacat 
gccagggtga 
ggggccagga 
atgtggactg 
cccacagccc 



tctgtgcctc 
tgtgggaggc 
gacgcggcta 
ctgcctnaag 
ctgtgagcag 
ccccaacaaa 
cacctgggct 
cctcatttcc 
atgcgccaac 
cacagacacc 
ctccgggggc 
tccgtgtgcg 
gatccaggag 
atcaccctcc 



gccctgtccc 
tgggagtgtg 
ctctgtgggg 
ccccgctaca 
acccggacag 
gaccaccgca 
gtgcgacccc 
ggctggggca 
atcaccatca 
atggtgtgtg 
cctctggtct 
atcacccgaa 
acgatgaaga 
att 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
833 



<400> 3 




























Met 


Trp 


Phe 


Leu 


Val 


Leu 


Cys 


Leu 


lAla 


Leu 


Ser 


Leu 


Gly 


Gly 


Thr 


1 








5 










10 










15 


Gly 


Ala 


Ala 


Pro 


Pro 
20 


lie 


Gin 


Ser 


Arg 


He 
25 


Val 


Gly 


Gly 


Trp 


Glu 
30 


Cys 


Glu 


Gin 


His 


Ser 
35 


Gin 


Pro 


Trp 


cVn 


Ala 
40 


Ala 


Leu 


Tyr 


His 


Phe 
45 


Ser 


Thr 


Phe 


Gin 


Cys 
50 


Gly 


Gly 


He 


LeV 


Val 
55 


His 


Arg 


Gin 


Trp 


Val 
60 


Leu 


Thr 


Ala 


Ala 


His 
65 


Cys 


He 


Ser 


Asp\ 


Asn 
I 70 


Tyr 


Gin 


Leu 


Trp 


Leu 
75 


Gly 


Arg 


His 


Asn 


Leu 
80 


Phe 


Asp 


Asp 


Glu 


y^sn 
\ 


Thr 


Ala 


Gin 


Phe 


Val 
90 


His 


Val 


Ser 


Glu 


Ser 
95 


Phe 


Pro 


His 


Pro 


4ly 

ioo 


Phe 


Asn 


Met 


Ser 


Leu 
105 


Leu 


Glu 


Asn 


His 


Thr 
110 


Arg 


Gin 


Ala 


Asp 


g\Lu 
115 


Asp 


Tyr 


Ser 


His 


Asp 
120 


Leu 


Met 


Leu 


Leu 


Arg 
125 


Leu 


Thr 


Glu 


Pro 


A]\a 

13b 


Asp 


Thr 


He 


Thr 


Asp 
135 


Ala 


Val 


Lys 


Val 


Val 
140 


Glu 


Leu 


Pro 


Thr 


Glh 
145 


Glu 


Pro 


Glu 


Val 


Gly 
150 


Ser 


Thr 


Cys 


Leu 


Ala 
155 


Ser 


Gly 


Trp 


Gly 


Sed 
160\ 


He 


Glu 


Pro 


Glu 


Asn 
165 


Phe 


Ser 


Phe 


Pro 


Asp 
170 


Asp 


Leu 


Gin 


Cys 


Vail 
175 


lAsp 


Leu 


Lys 


He 


Leu 
180 


Pro 


Asn 


Asp 


Glu 


Cys 
185 


Glu 


Lys 


Ala 


His 


Val 
190 


«ln 


Lys 


Val 


Thr 


Asp 
195 


Phe 


Met 


Leu 


Cys 


Val 


Gly 


His 


Leu 


Glu 


Gly 


Gly 


Lys 


Asp 


Thr 


Cys 
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200 










205 










210 


Val Gly 


Asp 


Ser 


Gly 




Pro 


Leu 


Met 


Cys 


Asp 


Gly 


Val 


Leu 


Gin 








215 










220 










225 


Gly Val 


Thr 


Ser 


Trp 


Gly 


Tyr 


Val 


Pro 


Cys 


Gly 


Thr 


Pro 


Asn 


Lys 








230 










235 










240 


Pro Ser 


Val 


Ala 


Val 




Val 


Leu 


Ser 


Tyr 


Val 


Lys 


Trp 


He 


Glu 








245 










250 










255 


Asp Thr 


He 


Ala 


Glu 


As^ 


Ser 
























260 






















<210> 4 




























<211> 263 


























<212> PRT 


























<213> Homo sapiens 






















<220> - 




























<222> GenBank 
























<223> g55527 
























<400> 4 




























Met Trp 


Phe 


Leu 


He 


Leu 


Phe 


Ujeu 


Ala 


Leu 


Phe 


Leu 


Gly 


Gly 


He 


1 






5 










10 










15 


Asp Ala 


Ala 


Pro 


Pro 


Val 


Gin 


3er 


Arg 


He 


He 


Gly 


Gly 


Phe 


Asn 








2 0 










25 










30 


Cys Glu 


Lys 


Asn 


Ser 


Gin 


Pro 


TiAp 


His 


Val 


Ala 


Val 


Tyr 


Arg 


Phe 








3 5 










40 










45 


Ala Arg 


Tyr 


Gin 


Cys 


Gly 


Gly VaA 


Leu 


Leu 


Asp 


Ala 


Asn 


Trp 


Val 








50 










55 










60 


Leu Thr 


Ala 


Ala 


His 


Cys 


Tyr 


Asn 


iAsp 


Lys 


Tyr 


Gin 


Val 


Trp 


Leu 








65 










70 










75 


Gly Lys 


Asn 


Asn 


Arg 


Phe 


Glu 


Asp 


Glu 


Pro 


Ser 


Ala 


Gin 


His 


Gin 








80 










85 










90 


Leu lie 


Ser 


Lys 


Ala 


He 


Pro 


His 


Hro 


Gly 


Phe 


Asn 


Met 


Ser 


Leu 








95 










100 










105 


Leu Asn 


Lys 


Asp 


His 


Thr 


Pro 


His 


Pto 


Glu 


Asp 


Asp 


Tyr 


Ser 


Asn 








110 










115 










120 


Asp Leu 


Met 


Leu 


Val 


Arg 


Leu 


Lys 


Lite 


Pro 


Ala 


Glu 


He 


Thr 


Asp 








125 










130 










135 


Val Val 


Lys 


Pro 


He 


Asp 


Leu 


Pro 


ThA 


Glu 


Glu 


Pro 


Thr 


Val 


Gly 








140 










145 










150 


Ser Arg 


Cys 


Leu 


Ala 


Ser 


Gly 


Trp 


Gly^ 


Iser 


Thr 


Thr 


Pro 


Thr 


Glu 








155 










Vl60 










165 


Glu Phe 


Glu 


Tyr 


Ser 


His 


Asp 


Leu 


Gin 


Cys 


Val 


Tyr 


Leu 


Glu 


Leu 








170 










A75 










180 


Leu Ser 


Asn 


Glu 


Val 


Cys 


Ala 


Lys 


Ala 


hVs 


Thr 


Glu 


Lys 


Val 


Thr 








185 










i4o 










195 


Asp Thr 


Met 


Leu 


Cys 


Ala 


Gly 


Glu 


Met 


A^p 


Gly 


Gly 


Lys 


Asp 


Thr 








200 










2 OB 










210 


Cys Val 


Gly 


Asp 


Ser 


Gly 


Gly 


Pro 


Leu 


ii4 


Cys 


Asp 


Gly 


Val 


Leu 








215 










220I 










225 


Gin Gly 


He 


Thr 


Ser 


Trp 


Gly 


Pro 


Thr 


Pro] 


Cys 


Ala 


Leu 


Pro 


Asn 








230 










235 










240 


Val Pro 


Gly 


He 


Tyr 


Thr 


Lys 


Leu 


He 


Glu 


VTyr 


Arg 


Ser 


Trp 


He 








245 










250 










255 


Lys Asp 


Val 


Met 


Ala 


Asn 


Asn 


Pro 






















260 
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